ABSTRACT Using a combination of Illumina paired-end sequencing, Pacific Biosciences RS II sequencing, and OpGen Argus whole-genome optical mapping, we report here the first complete genome sequence of Yersinia massiliensis. The completed genome consists of a 4.99-Mb chromosome, a 121-kb megaplasmid, and a 57-kb plasmid.
and plasmids using Bowtie 2 version 2.3.3.1 (10) , which yielded average coverages of 212ϫ for the chromosome, 373ϫ for the 122-kb plasmid, and 167ϫ for the 60-kb plasmid. Mapped reads were used as input for Pilon version 1.22 (11) to polish the assembly. The polished closed genome was imported into MapSolver version 3.2.4 (OpGen) and compared to the optical maps to confirm the assembly. Features of the completed genome were annotated with the NCBI Prokaryotic Genome Annotation Pipeline (12) .
The complete Y. massiliensis strain GTA genome consists of a 4,986,001-bp chromosome, a 121,622-bp megaplasmid, and a 57,277-bp plasmid with GC contents of 47.7, 46.3, and 40.1%, and 4,401, 115, and 64 predicted genes, respectively. No acquired antimicrobial resistance genes were detected with ResFinder (13) . Accession number(s). The complete genome sequence of Yersinia massiliensis strain GTA has been made available in NCBI GenBank under accession numbers CP028487 to CP028489.
